Entry composition i ○
There are 2 unique types of molecules in this entry. The entry contains 7747 atoms, of which 0 are hydrogens and 0 are deuteriums.
In the tables below, the ZeroOcc column contains the number of atoms modelled with zero occupancy, the AltConf column contains the number of residues with at least one atom in alternate conformation and the Trace column contains the number of residues modelled with at most 2 atoms.
• Molecule 1 is a protein called Acriflavine resistance protein B. 3 Residue-property plots i ○ These plots are drawn for all protein, RNA and DNA chains in the entry. The first graphic for a chain summarises the proportions of the various outlier classes displayed in the second graphic. The second graphic shows the sequence view annotated by issues in geometry. Residues are colorcoded according to the number of geometric quality criteria for which they contain at least one outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more. Stretches of 2 or more consecutive residues without any outlier are shown as a green connector. Residues present in the sample, but not in the model, are shown in grey.
Mol Chain Residues
Note EDS was not executed.
• Molecule 1: Acriflavine resistance protein B
Chain A :   MET  PRO  ASN  PHE  PHE  ILE  D7  R8  P9  I10  F11  I15  L21  A22  G23  G24  L25  A26  I27  L28  K29  L30  P31  V32  A33  Q34  I38  P41  T44  Y49  D53  Q58  D59  V64  N68  M69  N74  Y77  S82  D83  T87  I90  F94   D99  A100  D101  I102  A103  Q104  Q108  A109  K110  L111  Q112  L113  A114  M115  P116  L117  V122  Q123  Q124  Q125  S128  V129  E130  K131  S132  S133  S134  S135  F136  L137  M138  I143  D146  M149  T150  Q151  E152  D153  I154  S155  D156  N161  M162  I166  S167  R168  T169  S170  D174  L177   Y182  R185  N194  Q197  L198  T199  P200  V201  D202  I207  K208  A209  Q213  Q218  T222  V225  K226  L230  T238  R239  L240  I249  V253  N254  Q255  R263  D276  I277  I278  A279  E280  F281  P285  A286  K292  L293  A294  T295  L300  E309   M313  L321  K322  I323  V324  Y327  D328  T329  T330  V333  K334  I335  V340  V341  K342  T343  L344  I348  I349  L350  V351  F352  M355  Y356  L357  F358  L359  Q360  N361  F362  R363  A364  T365  L366  I367  P368  T369  I370  A371  V372  P373  V374  V375  L376  L377  G378  T379  L383  F388  L393   V399  L400  A401  I402  G403  L404  L405  V406  D407  D408  A409  I410  V411  V412  V416  E417  R418  V419  M420  A421  E422  E423  G424  L425  P426  T431  R432  K433  S434  M435  G436  Q437  A441  L442  V443  G444  I445  V448  L449  S450  A451  P455  M456  A457  F458  F459  S462  T463  G464  A465  I466  Y467  R468  Q469   PHE  S471  I472  T473  I474  M478  L483  L486  I487  L488  T489  P490  A491  L492  T495  M496  L497  K498  PRO  ILE  ALA  LYS  GLY  ASP  HIS  GLY  GLU  GLY  LYS  LYS  GLY  PHE  F513  G514  W515  F520  E521  K522  H525  H526  Y527  V531  I534  L535  R536  S537  V543  L546  I547   V550  G551  M552  V557  R558  S561  D566  E567  D568  Q569  G570  V571  T574  Q577  E585  R586  T587  H596  T600  K603  A611  V612  N613  F617  R620  N623  I626  A627  D633  W634  A635  D636  R637  P638  G639  E640  E641  N642  K643  V644  E645  M649  K659   D660  A661  M662  V663  F664  A665  L668  P669  A670  I671  V672  E673  L674  A677  L684  I685  D686  Q687  L690  E693  Q697  A698  R699  N700  Q701  L702  K708  H709  P710  D711  M712  L713  T714  S715  V716  R717  G720  L721  E722  D723  F727  D730  I731  D732  Q733  E734  L739  G740  V741   D745  T748  A752  A753  W754  D761  D764  V768  K769  M774  P783  D784  D785  I786  G787  D788  A794  D795  G796  Q797  M798  F801  S806  S807  R815  L816  E817  R818  S824  I827  A832  S836  E842  L843  M844  E845  Q846  L847  A848  L851  P852   V855  D858  W859  T860  G861  MET  S863  Y864  Q865  E866  R867  L868  S869  Q872  A873  P874  S875  L876  I879  I882  V883  V884  F885  L886  C887  L888  A889  A890  L891  Y892  E893  S894  W895  S896  I897  M902  L903  V904  V905  P906  L907  I910  L913  L914  R919  T922  N923  D924  V925  Q928   V929  G930  L931  L932  T933  K940  N941  A942  I943  L944  I945  K950  D951  D954  K955  E956  D966  A967  V968  R969  M970  R971  L972  R973  P974  I975  L976  S979  L980  A981  F982  I983  L984  M987  P988  L989  V990  I991  S992  T993  G994  A995  V1007  M1008  M1011  V1012  T1013  A1014  T1015  V1016  L1017  A1018 I1019  F1020  F1021  V1022  P1023  V1024  F1025  F1026  V1027  V1028  V1029  R1030  R1031  R1032  F1033  S1034  R1035  K1036  ASN  GLU  ASP  ILE  GLU  HIS  SER  HIS  THR Chiral center outliers are detected by calculating the chiral volume of a chiral center and verifying if the center is modelled as a planar moiety or with the opposite hand.A planarity outlier is detected by checking planarity of atoms in a peptide group, atoms in a mainchain group or atoms of a sidechain that are expected to be planar.
Mol Chain #Chirality outliers #Planarity outliers 1 A 5 8
There are no bond length outliers.
All (38) bond angle outliers are listed below: The all-atom clashscore is defined as the number of clashes found per 1000 atoms (including hydrogen atoms). The all-atom clashscore for this structure is 11.
All (175) There are no symmetry-related clashes.
Torsion angles i ○

Protein backbone i ○
In the following table, the Percentiles column shows the percent Ramachandran outliers of the chain as a percentile score with respect to all X-ray entries followed by that with respect to entries of similar resolution.
The Analysed column shows the number of residues for which the backbone conformation was analysed, and the total number of residues. In the following table, the Percentiles column shows the percent sidechain outliers of the chain as a percentile score with respect to all X-ray entries followed by that with respect to entries of similar resolution.
Mol Chain
The Analysed column shows the number of residues for which the sidechain conformation was analysed, and the total number of residues. 
Mol
